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HuHP68 1 I^IADKLTRIAIVNHDKCKPKKCRQECKKSCPWRMGKLCIEVTPQSKIAWISETLCIGCGI 

WGHP68 1 MADRLTRIAIVSEDKCKPKKCRQECKKSCPWKTGKLCIEVSPVAKLAFISEELCIGCGI 

consensus 1 ***.******* *******************_ ******** ***** ******* 



HUHP68 61 CIKKCPFGALSIWLPSNLEKETTHRYCANAFKLHRLPIPRPGEVLGLVGTNGIGKSAAL 

WGHP68 61 CVKKCPFDAIEIINLPKDLEKDTTHRYGPNTFKLHRLPVPRPGQVLGLVGTNGIGKSTAL 

consensus 61 *.***** *■ . *_*** ***^***** * ******* > **** ************* ** 



HUHP68 121 K I L AGKQ K PNLGKYDDP PDWQ E I L T YF RGS EL QNYF TK I LE DDL KA 1 1 KPQ YVAR F L RL A 

WGHP68 12 1 K VL AG KL K PNLGR F KNP PDWQ E I L T YFRGS EL QN YFTR I LEDNLKA I 1 K PQ YVDH I PKAV 

consensus 121 *,**** ***** <j ^ ************************* ********** 



HuHP6"8 181 KGTVGSILDRKDETKTQAIVCQQLDLTHLKERNVEDLSGGELQRFACAWCIQKADIFMF 

WGHP6 8 181 QGNVGQVLEQKDERDMKNELCVDLELNQVIDRNVGDLSGGELQRFAIAWAVQSAEIYMF 

consensus 181 * ** *** .* * # * t 4 *** *********** *** * *.* .** 



HUHP68 241 DEPSSYLDVKQRLKAAITIRSLINPDRYIIWEHDLSVLDYLSDFICCLYGVPSAYGWT 

WGHP 68 241 DE P SS YLDVKQRLKAARVI RSLLRSNS YVI WEHDL SVLDYLSDFI CCLYGKPGAYGWT 

consensus 241 **************** ****^ * m ********************* * * ****** 



HUHP68 301 MPFSVREGXWIFLDGYVPTEN'LRFRDASLVFKVAETAN'-EEEVKKMCMYKYPGMKKKMGE 

WGHP 6 8 3 01 LPFSVREGINIFLAGFVPTENLRFRDESLTFKIAETQESAEEVATYQRYKYPTMSKTQGN 

consensus 301 .************ *^********** ** **^*** ^ *** **** * * * 
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consensus 361 * * .* ****** * . ******************* **** ,.** * p * ******** 
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VJGHP68 421 ISPKFQHPVRHLLHSK1RDSYTHPQFVSDVMKPLQIEQLMDQEVINLSGGELQRVALCLC 

consensus 421 * * * * ** *** **** ****************^**** ********* * ** 
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WGHP 6 8 4 81 LGKPADIYLIDEPSAYLDSEQRIVASKVIKRFILHAKKTAFIVEHDFIMATYLADKVIVY 

consensus 481 ******.***************.,* .* , ************ t ************* *** # 
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